Press release - Oct. 26, 2020: This is an urgent public service announcement outlining the origins of COVID-19 as a 
bio-weapon that was created through US-funded lab mutation experiments headed by Dr. Fauci (N1A1D) and the NIH. 


Wagging the Dog: The Story Behind the Story of COVID-19 

“There is no question that there will be a challenge to the coming administration in the 
arena of infectious diseases, both chronic infectious diseases in the sense of already 
ongoing disease - and we certainly have a large burden of that - but also there will be a 
surprise outbreak. ” - Dr. Anthony S. Fauci, Pandemic Preparedness in the Next 
Administration. January 10, 2017 



Prerequisite: Understanding Dual-Use, Gain-of-Function Research 

“Dual Use Research of Concern (DURC) is life sciences research that, based on current 
understanding, can be reasonably anticipated to provide knowledge, information, products, or 
technologies that could be directly misapplied to pose a significant threat with broad potential 
consequences to public health and safety, agricultural crops and other plants, animals, the environment, 
materiel, or national security. The United States Government’s oversight of DURC is aimed at 
preserving the benefits of life sciences research while minimizing the risk of misuse of the knowledge, 
information, products, or technologies provided by such research.” - National Institutes of Health 

“Gain-of-function (GoF) is the euphemism for biological research aimed at increasing the virulence 
and lethality of pathogens and viruses. GoF research is government funded; its focus is on enhancing 






the pathogens’ ability to infect different species and to increase their deadly impact as airborne 
pathogens and viruses. Ostensibly, GoF research is conducted for biodefense purposes. These 
experiments, however, are extremely dangerous. Those deadly science-enhanced pathogens can, and do 
escape into the community where they infect and kill people. What’s more, this line of research can be 
used for biological warfare.” - Alliance For Human Research Protection 

Many potential pandemic-causing pathogens have been modified through GoF, dual-use research to 
give them additional properties that make them more contagious, deadly, drug-resistant, and patentable. 
Examples include: SARS-CoV-1, MERS-CoV, and more recently SARS-CoV-2 (COVID-19). 

GoF research has been a controversial for at least a decade, most notably due to research conducted on 
highly pathogenic H5N1, which was genetically modified to give the disease airborne transmissibility 
in mammals by NIH NIAID-funded lab work performed by Ron Fouchier and Yoshihiro Kawaoka. 



Force-evolving viruses through direct mutation or reassortment to provide enhanced pathogenicity, 
transmissibility and host range is justified as a necessary risk to better understand the potential threat of 
those diseases and for the advanced production of therapeutics such as vaccines and antiviral drugs. 

Key points to consider regarding dual-use, gain-of-function research: 


• Viruses modified through GoF research are engineered to have attributes that are acknowledged 
as being highly unlikely to ever occur in nature and only exist because of GoF research. 

• GoF research is said to be conducted in preparation against certain potential pandemic 
pathogens, which again, are widely acknowledged as being unlikely to occur except by way of 
the fact that those pathogens now exist in laboratories due to GoF research. 




• That pathogen is then subject to being released on the public through the misconduct of a 
research facility or the malicious actions of someone who obtains the resulting research. 

• In the US, GoF research is largely tax-payer funded through the NIH, which claims to only fund 
projects that are not classified. Flowever, the publication of that GoF research is then made 
available for anyone in the public, including agencies who may use the information for 
classified projects (such the DoD) or any parties with the means to pursue malicious interests. 
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Even discounting all potential for malicious use of GoF research, there is significant historical 
precedent for accidental lab releases of pandemic pathogens, not least including SARS-CoV-1 




















































































• Testing lab technicians for potential infection is challenging if not impossible because they are 
often vaccinated against strains of the pathogens they’re researching, which ensures that their 
blood contains antibodies of the root vims structure. Likewise, anyone who has ever been 
exposed to any natural or synthetic strain of the coronavirus in the past (including the common 
cold) will have antibodies that invalidate results from the go-to “PCR” for SARS-2 COVID-19. 

• One of the primary benefits proposed for governmental-funding of GoF research is the for- 
profit production and stockpiling of novel therapeutics such as vaccines and antiviral drugs. 

• There are conflicts of interests throughout the public oversight and advisory for GoF research as 
well as the sources of research funding, recipients of that funding, the eventual corporate 
production of therapeutics, and the inevitable patent portfolios derived from GoF research. 

• Pandemic pathogens are altered to be drug resistant and because those pathogens do not and 
very likely would not occur in nature, people lack a natural immunity to those man-made 
diseases and consequently require the for-profit therapeutics that have been produced. 

• Corporate parties seek to control and patent man-made viruses along with the drugs that are 
used to treat them as their property in the interest of maximum profitability, and the way 
research and development is structured eliminates most or all governmental liability. 

• Vaccines are produced and stockpiled as a therapeutic option against one-time, mutated viral 
strains, but because the virus will mutate again (naturally or unnaturally), those vaccines will 
become useless against any newly-mutated strain. This generates profit from both the stockpiled 
waste as well as future unused vaccines that must be wasted when the virus mutates again. 

• In the name of studying things that have not happened and likely will not happen in nature, and 
that can only be proven through artificially mutating pathogens, GoF research increases the 
likelihood of a pandemic occurring - if only through a laboratory accident - and ultimately 
jeopardizes millions or billions of lives (or possibly even the extinction of the human race). 

The dual-use aspect of GoF research cannot be emphasized enough as there is no fundamental 
difference between what is called basic “legitimate” or “peaceful” research, and biological weapons 
research - they are considered the same thing by government agencies and the Biological Weapons Act. 

Biological Weapons Anti-Terrorism Act of 1989 (BWATA) 

The Biological Weapons Anti-Terrorism Act of 1989 (BWATA) drafted by University of Illinois 
international law professor Francis Boyle was enacted into law on May 22, 1990 and defines several 
terms related to biological warfare: vector, toxin, biological agent and delivery system. 

“Biological agent” is defined by the BWATA as: “any micro-organism, virus, infectious substance, or 
biological product that may be engineered as a result of biotechnology, or any naturally occurring or 
bioengineered component of any such microorganism, virus, infectious substance, or biological 
product, capable of causing death, disease, or other biological malfunction in a human, an animal, a 
plant, or another living organism; deterioration of food, water, equipment, supplies, or material of any 
kind or deleterious alteration of the environment.” 

While the previous US interpretation of the Biological Weapons Convention (BWC - an international 
treaty that explicitly bans the use of biological agents) was in line with the BWATA definition, now the 
US maintains that Article I of the BWC does not apply to non-lethal biological agents. 




In other words, the most deadly of viruses can be trafficked, studied, reconstructed and genetically 
altered to be more contagious and deadly if the research is simply labeled as “peaceful” or “defensive,” 
making the provisions of the BWATA almost impossible to enforce - especially when the NIH funds a 
majority of that “peaceful” or “defensive” research (again, under the term “basic research”). 

Defining Prospective Basic Science 

To determine whether your study is a clinical trial, use the decision tool 
available at Does Your Human Subjects Research Study Meet the NIH 
Definition of a Clinical Trial? gT 


To assess whether a study is basic research, apply the Federal Code's Jgm 
definition of basic research: "the systematic study directed toward greater 
knowledge or understanding of the fundamental aspects of phenomena or 
of observable fact s without specific applications towards processes or |jj 

products in mind."!- :: V '*■ -V* V/JMI 


According to the Federation of American Scientists, current US work on non-lethal agents greatly 
exceeds limitations set forth in the BWC. 

“The only impact of this work is the creation, in a lab, of a new, non-natural risk.” - 
Richard Ebright, molecular biologist and biodefence expert at Rutgers, via Nature 

“The fact of the matter is that if the H5N1 research that we’re discussing today that NIH 
sponsored had been sponsored by the department that I work for - the Department of 
Defense - for exactly the same scientific purposes, it’s likely that the United States would 
have been falsely accused of violating its treaty obligations and the State Department would 
be busy defending ourselves against charges of US continuing to maintain a illegal 
offensive biological weapons program... People who are intent on doing bad things with 
biology are drawing on the same science that all of the people in this room are drawing on. 
There isn’t a separate set of science that’s biological warfare.” - Dr. Seth Cams. 
speaking on a panel at the International Consultative Workshop on Gain-of-Function 
Research on Highly Pathogenic Avian Influenza H5N1 Viruses. December 17-18, 2012 

SARS-2 COVID-19 Funded and Created With Aid From NIH and Fauci 

“There is no question that there will be a challenge to the coming administration in the arena of 
infectious diseases, both chronic infectious diseases in the sense of already ongoing disease - and we 
certainly have a large burden of that - but also there will be a surprise outbreak. ” - Dr. Anthony S. 
Fauci, Pandemic Preparedness in the Next Administration. January 10, 2017 









Dr. Anthony Fauci and the NIH have been long-standing proponents of gain-of-function research, 
perhaps most notably during a year-long moratorium on GoF research back in 2012 - a moratorium 
that resulted from GoF researchers modifying the H5N1 virus for aerosol transmissibility in mammals. 

Dr. Fauci and industry representatives gathered at an international workshop to discuss the risks and 
benefits of GoF research, and to establish guidelines for continuing that research. That moratorium 
began in January 2012 and concluded in January 2013 despite initially being called for 60 days. 

Controversy over GoF continued in the following years, including a halt of US government funding on 
GoF research in October 2014 due to concerns of biosafety and biosecurity risks - concerns that arose 
not least due to laboratory accidents that occurred at the Centers for Disease Control in July 2014. 


However, prior to that ban on federal funding for GoF studies in the US, the NIAID (National Institute 
of Allergy and Infectious Disease - of which Dr. Fauci is the director) along with the NIH granted $3.7 
million in federal funding for a five-year project that concluded in 2019 to study bat coronaviruses. 
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In particular, that initiative financed Shi Zhengli, a virologist from a Wuhan lab, and other researchers 
to surveil and catalog bat coronaviruses. Shi Zhengli was part of Dr. Ralph S. Baric’s team at North 
Carolina University which released a paper in 2015 demonstrating potential for emergence of bat 
coronaviruses in humans - a study that was published shortly after their project was defunded by the 
US Department of Health and Human Services (HHS). (More recently, Shi Zhengli co-authored a paper 
published in 2019 calling for further study into GoF-related coronavirus research.) 

Facing a moratorium in the US, Dr. Fauci outsourced GoF research in 2015 to China’s Wuhan lab and 
licensed the lab so it would keep receiving US aid for researchers in China to continue GoF project(s). 
Again, this R&D was at least partially funded with grants from the US despite a ban on GoF funding. 


In December 2017, the NIH lifted its three-vear ban, resuming federal funding for GoF research and 
opening the door to begin the second phase of the NIAID project involving GoF coronavirus research. 











































In 2019, coronavirus research was granted a second round of $3.7 million funding over six years from 
the NIH (with backing from Dr. Fauci and the NIAID) for the continuation of surveillance along with 
GoF research on bat coronaviruses to determine whether the pathogen could mutate and infect humans. 

The project proposal approved by the NIH states: “We will use S protein sequence data, infectious 
done technology, in vitro and in vivo infection experiments and analysis of receptor binding to test the 
hypothesis that % divergence thresholds in S protein sequences predict spillover potential.” 


“Spillover potential” refers to the ability of a virus to jump from animals to humans, which would 
require the virus to have the appropriate genetic properties for attaching to receptors in human cells. 
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Abstract Text: 

Project Summary: Understanding the Risk of Bat Coronavirus Emergence Novel zoonotic, bat-origin CoVs are a significant threat to global health and food security, 
as the cause of SARS in China in 2002, the ongoing outbreak of MERS, and of a newly emerged Swine Acute Diarrhea Syndrome in China. In a previous R01 we 
found that bats in southern China harbor an extraordinary diversity of SARSr-CoVs, some of which can use human ACE2 to enter cells, infect humanized mouse 
models causing SARS-like illness, and evade available therapies or vaccines. We found that people living close to bat habitats are the primary risk groups for 
spillover, that at one site diverse SARSr-CoVs exist that contain every genetic element of the SARS-CoV genome, and identified serological evidence of human 
exposure among people living nearby. These findings have led to 18 published peer-reviewed papers, including two papers in Nature, and a review in Cell. Yet salient 
questions remain on the origin, diversity, capacity to cause illness, and risk of spillover of these viruses. In this R01 renewal we will address these issues through 3 
specific aims: Aim 1. Characterize the diversity and distribution of high spillover-risk SARSr-CoVs in bats in southern China. We will use phylogeographic and viral 
discovery curve analyses to target additional bat sample collection and molecular CoV screening to fill in gaps in our previous sampling and fully characterize 
natural SARSr-CoV diversity in southern China. We will sequence receptor binding domains (spike proteins) to identify viruses with the highest potential for spillover 
which we will include in our experimental investigations (Aim 3). Aim 2. Community, and clinic-based syndromic, surveillance to capture SARSr-CoV spillover, routes 
of exposure and potential public health consequences. We will conduct biological-behavioral surveillance in high-risk populations, with known bat contact, in 
community and clinical settings to 1) identify risk factors for serological and PCR evidence of bat SARSr-CoVs; & 2) assess possible health effects of SARSr-CoVs 
infection in people. We will analyze bat-CoV serology against human-wildlife contact and exposure data to quantify risk factors and health impacts of SARSr-CoV 
spillover. Aim 3. In vitro and in vivo characterization of SARSr-CoV spillover risk, coupled with spatial and phylogenetic analyses to identify the regions and viruses 
of public health concern. We will use S protein sequence data, infectious clone technology, in vitro and in vivo infection experiments and analysis of receptor 
binding to test the hypothesis that % divergence thresholds in S protein sequences predict spillover potential. We will combine these data with bat host distribution, 
viral diversity and phytogeny, human survey of risk behaviors and illness, and serology to identify SARSr-CoV spillover risk hotspots across southern China. 
Together these data and analyses will be critical for the future development of public health interventions and enhanced surveillance to prevent the re-emergence of 
SARS or the emergence of a novel SARSr-CoV. 

Public Health Relevance Statement: 

Program Director/Principal Investigator: Daszak, Peter Renewal: Understanding the Risk of Bat Coronavirus Emergence Project Narrative Most emerging human 
viruses come from wildlife, and these represent a significant threat to public health and biosecurity in the US and globally, as was demonstrated by the SARS 
coronavirus pandemic of 2002-03. This project seeks to understand what factors allow coronaviruses, including close relatives to SARS, to evolve and jump into the 
human population by studying viral diversity in their animal reservoirs (bats), surveying people that live in high-risk communities in China for evidence of bat- 
coronavirus infection, and conducting laboratory experiments to analyze and predict which newly-discovered viruses pose the greatest threat to human health. 

NIH Spending Category: 

Biodefense; Biotechnology; Clinical Research; Emerging Infectious Diseases; Infectious Diseases; Lung; Pneumonia; Pneumonia & Influenza; Prevention; Rare 
Diseases 


Note that the exact orthologs referred to in this proposal are seen in SARS-2 or COVID-19, which uses 
the S protein sequence data, and through GoF research HIV spikes were added to COVID-19 for 
receptor binding to the human ACE-2 receptor (located in the lungs, heart and other places where 
COVID-19 attacks). Also that there are dozens of “similar projects” listed which are NIAID-funded. 

Speaking with Jason Liosatos. Francis Boyle (author of the BWATA) highlighted several points that 
underscore the gain-of-function-based origins of SARS-2 COVID-19, which is essentially SARS (an 
already weaponized version of the coronavirus that has leaked out of laboratories) with new properties 
that have been genetically engineered through GoF to create the new virus - hence SARS-CoV-2. 









The functionality added to SARS-1 through GoF research allows SARS-2 COVID-19 to be more 
transmissible, more virulent, and enables the ability to attach to the ACE-2 receptor in humans. 

A summary of Francis Boyle’s findings: 

• Referencing a study published in Antiviral Research on February 10, 2020 ( The spike 
glycoprotein of the new coronavirus 2019-nCoV contains a furin-like cleavage site absent in 

CoV of the same clade l “This furin-like cleavage site, is supposed to be cleaved during virus 
egress for S-protein ‘priming’ and may provide a gain-of-function to the 2019-nCoV for 
efficient spreading in the human population compared to other lineage b beta-coronaviruses.” 

• Referencing a study published in the National Library of Medicine on December 21, 2015 
CSARS-like cluster of circulating bat coronavirus shows potential for human emergence! “Using 

the SARS-CoV reverse genetics system, we generated and characterized a chimeric virus 
expressing the spike of bat coronavirus SHC014 in a mouse-adapted SARS-CoV backbone. The 
results indicated that group 2b viruses encoding the SHC014 spike in a wild-type backbone can 
efficient use multiple orthologs of the SARS receptor in human angiotensin converting enzyme 
II (ACE2), replicate efficiently in primary human airway cells and achieve in vitro titers 
equivalent to epidemic strains of SARS-CoV. Additionally, in vivo experiments demonstrate 
replication of the chimeric virus in mouse lung with notable pathogenesis. Evaluation of 
available SARS-based immune-therapeutic and prophylactic modalities revealed poor efficacy; 
both monoclonal and antibody vaccine approaches failed to neutralize and protect from 
infection with Co Vs using the novel spike protein. On the basis of these findings, we 
synthetically re-derived an infectious full-length SHC014 recombinant virus and demonstrate 
robust viral replication both in vitro and in vivo.” 


ASARS-like cluster of circulating bat coronaviruses shows potential for human emergence 


Download PDF ± 


Abstract 

The emergence of severe acute respiratory syndrome coronavirus (SARS- 
CoV) and Middle East respiratory syndrome (MERS)-CoV underscores the 
threat of cross-species transmission events leading to outbreaks in 
humans. Here we examine the disease potential of a SARS-like virus, 
SHC014-CoV, which is currently circulating in Chinese horseshoe bat 
populations 1 . Usingthe SARS-CoV reverse genetics system 2 , we 
generated and characterized a chimeric virus expressing the spike of bat 
coronavirus SHC014 in a mouse-adapted SARS-CoV backbone. The 
results indicate that group 2b viruses encoding the SHC014 spike in a 
wild-type backbone can efficiently use multiple orthologs of the SARS 
receptor human angiotensin converting enzyme II (ACE2), replicate 
efficiently in primary human airway cells and achieve in uitro titers 
equivalent to epidemic strains of SARS-CoV. Additionally^ uivo 
experiments demonstrate replication of the chimeric virus in mouse lung 
with notable pathogenesis. Evaluation of available SARS-based immune- 
therapeutic and prophylactic modalities revealed poor efficacy; both 
monoclonal antibody and vaccine approaches failed to neutralize and 
protect from infection with CoVs using the novel spike protein. On the 


protect from infection with CoVs using the novel spike protein. On the 
basis of these findings, we synthetically re-derived an infectious full- 
length SHC014 recombinant virus and demonstrate robust viral 
replication both in vitro and in vivo. Our work suggests a potential risk of 
SARS-CoV re-emergence from viruses currently circulating in bat 
populations. 

Main 

The emergence of SARS-CoV heralded a new era in the cross-species 
transmission of severe respiratory illness with globalization leading to 
rapid spread around the world and massive economic impact 3,4 . Since 
then, several strains-including influenza A strains H5N1, H1N1 and H7N9 
and MERS-CoV-have emerged from animal populations, causing 
considerable disease, mortality and economic hardship for the afflicted 
regions s . Although public health measures were able to stop the SARS- 
CoV outbreak 4 , recent metagenomics studies have identified sequences 
of closely related SARS-like viruses circulating in Chinese bat populations 
that may pose a future threat 1,6 . However, sequence data alone provides 
minimal insights to identify and prepare for future prepandemic viruses. 










• Referencing a study published in Virology in October 2010 ( Angiotensin-converting enzyme 2 
1ACE2) proteins of different bat species confer variable susceptibility to SARS-CoV entry ) 

“The final piece of evidence here is an archive of Virology 2010. And this is research done with 
the Australian Health Laboratory and again, the Wuhan Institute of Virology, where they DNA 
genetically engineered SARS and HIV to make a weapon. And they got a grant here from the 
Chinese Ministry of Science, Technology etc. to do this...” 

Boyle notes that this research is “only useful for offensive biological warfare activity and it’s so 
dangerous it’s typically only conducted in either a BSL4 or BSL3 facility,” and incidentally that the 
only BSL4 facility in China is located in Wuhan. 

“.. .And so my reading of these three articles (the above research studies) is that they (China) took the 
technology from this death factory at North Carolina, they took the technology from this Australian 
research project, brought it back to Wuhan BSL4 and tried to genetically engineer it all together as sort 
of a turbo-charged biological warfare weapon that would consist of SARS - which is already a 
weaponized coronavirus - GoF properties, and HIV. And as you know, those Indian scientists already 
did an analysis of the coronavirus [SARS-2 COVID-19] ... and HIV was clearly in there.” 


Uncanny similarity of unique inserts in the 2019-nCoV spike protein to HIV-1 gpl20 
and Gag 
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Abstract: 

We are currently witnessing a major epidemic caused by the 2019 novel coronavirus (2019- 
nCoV). The evolution of 2019-nCoV remains elusive. We found 4 insertions in the spike 
glycoprotein (S) which are unique to the 2019-nCoV and are not present in other coronaviruses. 
Importantly, amino acid residues in all the 4 inserts have identity or similarity to those in the HIV- 


1 gpl20 or HIV-1 Gag. Interestingly, despite the inserts being discontinuous on the primary 
amino acid sequence, 3D-modelling of the 2019-nCoV suggests that they converge to constitute 
the receptor binding site. The finding of 4 unique inserts in the 2019-nCoV, all of which have 
identity /similarity to amino acid residues in key structural proteins of HIV-1 is unlikely to be 
fortuitous in nature. This work provides yet unknown insights on 2019-nCoV and sheds light on 
the evolution and pathogenicity of this virus with important implications for diagnosis of this virus. 

Introduction 

Coronaviruses (CoV) are single-stranded positive-sense RNA viruses that infect animals and 
humans. These are classified into 4 genera based on their host specificity: Alphacoronavirus, 
Betacoronavirus, Deltacoronavirus and Gammacoronavirus (Snijder et al., 2006). There are seven 
known types of CoVs that includes 229E and NL63 (Genus Alphacoronavirus), OC43, HKU1, 
MERS and SARS (Genus Betacoronavirus). While 229E, NL63, OC43, and HKU1 commonly 
infect humans, the SARS and MERS outbreak in 2002 and 2012 respectively occurred when the 
virus crossed-over from animals to humans causing significant mortality (J. Chan et al., n.d.; J. F. 
W. Chan et al., 2015). In December 2019, another outbreak of coronavirus was reported from 
Wuhan, China that also transmitted from animals to humans. This new virus has been temporarily 
termed as 2019-novel Coronavirus (2019-nCoV) by the World Health Organization (WHO) (J. F.- 
W. Chan et al., 2020; Zhu et al., 2020). While there are several hypotheses about the origin of 
2019-nCoV, the source of this ongoing outbreak remains elusive. 

Thp transmission natfprns of 2019-nCoV is similar to natfpms of transmission dnnimpntpd in fhp 


In summary: Through gain-of-function research that has been funded over the last decade at least in 
part from US tax payers, Dr. Fauci (NIAID) and the NIH have participated in commissioning GoF 
research that took SHC014-CoV of the coronavirus, brought in the backbone of the SARS coronavirus, 
then inserted HIV orthologs to create a more virulent pathogen - one that would otherwise have little 
chance of being transmissible from animals to humans, and certainly not from human to human. 

GoF research is conducted largely - if not entirely - through loopholes that violate the BWATA and 
BWC. GoF work on pandemic pathogens has been allowed to continue (even in foreign states) with aid 
from US tax-payer funding by merely referring to such dual-use research as “peaceful” or “defensive” 
biological weapons research under terms such as “basic research,” despite the fact that those pathogens 
(biological agents) would otherwise be recognized as bio-weapons according the BWATA and BWC. 

“We at NIAID being major funders of most but not all of these people (doing GoF, dual-use 
research), were obviously connected to that because they (the researchers) wanted to know 
what kind of research will you (the NIAID/NIH) fund... and the purpose from a pure 
research standpoint is to review the key issues related to the gain-of-function of these 
viruses: scientific, public health, biosafety, biosecurity - and importantly for the decisions 







we have to make now, is the considerations of the possible criteria for funding by HHS (i.e. 
NIH, CDC) of gain-of-function research on highly pathogenic avian influenza.” - Dr. 
Anthony S. Fauci, An International Consultative Workshop on Gain-of-Function Research 
on Highly Pathogenic Avian Influenza H5N1 Viruses December 17-18, 2012 



“There is no question that there will be a challenge to the coming administration in the 
arena of infectious diseases, both chronic infectious diseases in the sense of already 
ongoing disease - and we certainly have a large burden of that - but also there will be a 
surprise outbreak. ” - Dr. Anthony S. Fauci, Pandemic Preparedness in the Next 
Administration . January 10, 2017 

According to 18 US Code 175 (prohibitions with respect to biological weapons), the following 
sentencing guidelines are provided for those who violate the BWATA: “Whoever knowingly develops, 
produces, stockpiles, transfers, acquires, retains, or possesses any biological agent, toxin, or delivery 
system for use as a weapon, or knowingly assists a foreign state or any organization to do so, shall be 
fined under this title or imprisoned for life or any term of years, or both.” 

Further Reading: Direct Quotes & Additional Points of Interest 

“And it isn’t who we fund that people are concerned about but it’s the people who will then use the 
research from the people we funded. So the real fundamental question is, when we make a funding 
decision, do we have to make a decision based on funding even the most careless most unregulated 
[researchers] because they’re going to use the information. That sets an extraordinarily high bar for 
what you’re going to fund or what you’re not going to fund because essentially if people are going to 








use this information, they may use it with no biosafety or no biosecurity concerns.” Dr. Anthony S. 
Fauci, An International Consultative Workshop on Gain-of-Function Research on Highly Pathogenic 

Avian Influenza H.5N 1 Viruses, December 17-18, 2012 

“As part of our research endeavors, clearly interventions in the form of diagnostics, therapeutics and 
vaccines were important. But on the lower part of the slide, you see basic research, and that has 
always been and will continue to be an important part of our mission and our activities. If you look at 
basic research as we’ve approached it, through the years - long anti-dating the appearance of H5N1 
highly pathogenic virus - as part of that influenza basic research was intensive study host adaptation, 
transmissibility of influenza viruses, pathogenesis and virulence. And integral to that study has 
always been the issue of gain-of-function research, not only for influenza, but essentially for all 
infectious disease research.” Dr. Anthony S. Fauci, An International Consultative Workshop on Gain- 
of-Function Research on Highly Pathogenic Avian Influenza H5N1 Viruses. December 17-18, 2012 

“Now there are a few ways to look at gain-of-function research: 1) there’s the naturally occurring 
mutations which naturally give gain-of-function and investigators study these effects on the phenotypes 
of interest - does this mutation make something more transmissible, more pathogenic, or adapt to hosts 
better; 2) or what historically investigators have done is to actually create gain-of-function by making 
mutations, passage adaption or other newer genetic techniques such as reverse genetics and genetic 
reassortment. When we do that, often some phenotypes appear and others disappear. For example it is 
commonly seen when you increase a transmissibility, you may see a decrease in pathogenesis or vice- 
versa. You may deliberately increase pathogenesis and see a decrease in transmissibility. But the 
bottom line is that gain- and loss-of-function research is critical to understanding disease pathogenesis 
anti-microbial resistance and host responses, as well to developing better techniques of surveillance, 
vaccines and therapeutics.” Dr. Anthony S. Fauci, An International Consultative Workshop on Gain-of- 
Function Research on Highly Pathogenic Avian Influenza H5N1 Viruses. December 17-18, 2012 

“Specifically to gain-of-function research on HPAI H5N1, what we’re talking about now is the gain-of- 
function research in studies that increase predominately the transmissibility - as was the case that I’m 
about to get to in a moment - as well as pathogenesis and alteration of host range of the virus. Now the 
reason we are here today in this room with H5N1 highly pathogenic influenza and we’re not in this 
room discussing so many of the other gain-of-function research that we do, is because naturally 
occurring HPAI H5N1 cause a reported almost 60% mortality in humans, which triggered a concern - 
understandably, clearly - that if you give a gain-of-function of a pathogenic virus to make it more 
transmissible, that’s a whole different story than some of the things we face.” Dr. Anthony S. Fauci, An 
International Consultative Workshop on Gain-of-Function Research on Highly Pathogenic Avian 

Influenza H5N1 Viruses. December 17-18, 2012 

“That’s the smoking gun for an offensive biological warfare agent. Gain-of-function properties are a tip 
off. It’s only useful for offensive biological warfare activity and it’s so dangerous it’s typically only 
conducted in a BSL4 or BSL3 facility, and there in Wuhan you have the only BSL4 facility in China... 
Gain-of-function means its DNA is genetically engineered to be more lethal and more infectious - 
clearly what we’re seeing now with this coronavirus (SARS-2 COVID-19). [COVID-19] is basically 
SARS, which is already a weaponized version of the coronavirus that has leaked out of [a] laboratory at 
least twice before, and then it [has been] given gain-of-function properties.” - Francis Boyle, author of 
the BWATA, speaking with Jason Liosatos. March, 2020 

GoF research on bat coronaviruses was conducted at the University of North Carolina in Chapel Hill, 
which has a biosafety lab level 3 (BSL3), “and I had previously condemned them for using gain-of- 
function work on MERS... [which] is like SARS only more dangerous [with] a 33% lethality rate - and 











they were doing GoF work there to make [MERS] even more lethal. Well it turns out if you read the 
article, they admit they were doing this with SARS - they were giving it a gain-of-function activity. 
And it turns out part of their team was a researcher from China, Zhengli-Li Shi... and they (China) 
gave a grant to the University of North Carolina, to get their scientist in on this extremely dangerous, 
Nazi-type biological warfare work. So it appears that what happened was, instead of stealing this 
technology, China bought it. And they bought it from the lab there at the University of Carolina. They 
put there person in there and they brought it back to the Wuhan lab. And it also appears that the North 
Carolina lab got cells from Fort Detrick, which is the US major facility for the research, development, 
testing and stockpiling of biological weapons... And they made it clear the work they were doing was 
to increase the pathogenicity of SARS by giving it this gain-of-function activity.” - Francis Boyle, 
author of the BWATA, speaking with Jason Liosatos. March, 2020 

“So that I think is what we are dealing with here. We’ve never seen (at least released in the public) a 
biological warfare agent this dangerous, except the Amerithrax [after 9/11]... that was super weapons- 
grade anthrax [with] a hundred grams a spore. It too traveled in the air [and] seemed to be based on 
nano-technology... and at the time I publicly stated it came out of the US biological warfare weapons 
program, and probably Fort Detrick, which was later confirmed... So the Amerithrax was of course 
supremely dangerous but not as infectious as what we’re seeing here.” - Francis Boyle, author of the 
BWATA, speaking with Jason Liosatos. March, 2020 

“The dual-use nature of biological weapons agents, production equipment and advances in 
biotechnology can make it hard to distinguish between offensive and defensive work.” - E. William 
Colglanizer, US Department of State, An International Consultative Workshop on Gain-of-Function 
Research on Highly Pathogenic Avian Influenza H5N1 Viruses. December 17-18, 2012 

“We have four different strains of H5N1 that we have over the past seven years maintained.” - Robin 
Robinson, An International Consultative Workshop on Gain-of-Function Research on Highly 
Pathogenic Avian Influenza H5N1 Viruses. December 17-18, 2012 

“.. .the breadth of misuse scenarios, which I think the term bioterrorism does not capture and may be 
misleading... In terms of the consequential research, it’s clear that the stakes are much higher with the 
research we’re discussing today than almost any other form of scientific research where the great risk is 
wasting money or possibly not spending money which would have higher scientific return. Here we are 
evaluating the risk of generating - whether accidentally or deliberately - a global pandemic, 
potentially putting millions of lives at risk. And weighing that against the risk that failure to do research 
would leave us less prepared for such a pandemic that might break out naturally. I think we have to be 
extremely humble in assuming we can know or understand the motives and the capabilities of those 
who might want to create harm on a massive scale. The concerns include those that go beyond and in 
fact I think have little to do with what might be called bio-terrorism, if by terrorism we mean acts to 
inflict harm against non-combatants or civilians for a political objective.” - Gerald Epstein, An 
International Consultative Workshop on Gain-of-Function Research on Highly Pathogenic Avian 

Influenza H5N1 Viruses . December 17-18, 2012 

“In terms of what shouldn’t be done, I would look at the actual phrasing of the NIH proposal that we’re 
evaluating today. For example, one type of experiment that I think would be hard to defend, would 
be creating strains that would be extremely unlikely to arise if it were not for the fact that we 
were creating it. And in that case we would be accepting the risks of such a work but we would not be 
obtaining any benefit because we would be anticipating a problem that would be extremely likely to 
happen.” - Gerald Epstein, An International Consultative Workshop on Gain-of-Function Research on 
Highly Pathogenic Avian Influenza H5N1 Viruses. December 17-18, 2012 












“In terms of gain-of-function I think as the life sciences converge with biology - but with physics, 
mathematics and engineering - gain-of-function is absolutely essential. The cyber-physical program at 
the National Science Foundation actually is premised upon that fact. That if we can actually engineer 
something in and predict its properties, that is gain-of-function. If the life science research and this 
particular field is to go forward with all the reason behind it, we have to do gain-of-function 
experiments, we have to put them in the context of mathematics, physics and engineering or else we 
will make no progress. We have been asked to survey the landscape of international agreements and 
how does it affect infectious diseases. Well, the capabilities are quite different but the rules and 
regulations and the advisory committees are legion... There’s a whole area now of biological research 
looking at stochastic (unintended) events. That’s why this notion of a common but differentiated 
capabilities as a fundamental for a global governance structure is really important, because it 
leads to a way to incentivizes countries to participate.,,” - Harvey Rubin, An International 
Consultative Workshop on Gain-of-Function Research on Highly Pathogenic Avian Influenza H5N1 

Viruses. December 17-18, 2012 


Wagging the Dog: The Story Behind the Story of COVID-19 



Mr. Robinson is a drug and vaccine broker, developer, 
and dealer, who represents just about every 
drug company, private corporation, and "defense" (war) 
department of every first world g overnme nt in the world. 
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Jin other words, the drug companies and otherl 
patent holders I protect and broker for seek tol 
control and patent these man-made viruses 
and the drugs used to treat them as their property, 
giving for-profit corporations total control with 
maximum profitability.and gov ernmen t 
protection from liability.MB 
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“This is the first part of my master class revolving around the so-called ‘science,’ medical, 
pharmaceutical, corporate and governmental structure that promotes an industry of harm and death to 
the general population. We cannot fight what we do not know, and we cannot treat a disease while the 
very government that funded it's lab-grown creation lies to us daily about is origin. In Wagging The 
Dog Part 1 we look at dual-use, gain-of-function research and its devastatingly frightening implications 
on life and life as we know it. Herein is definitive proof of not only the man-made origin of SARS-1, 
MERS, and now SARS-2, but of every other viral disease known and unknown to man. Science and its 
methodology has been replaced by a religious cult called scientism, and their sociopathic agenda 
crosses over into what in my own lifetime was only imaginable in the most dystopian science fiction 
movies. Futurism, immortality, transhumanism, and eugenics (today called genetics) are just the surface 
of what is being funded by your government and its institutions, from military to health to DARPA. 

This is a must watch for those that seek the truth about the who, what, where, why, and when this 
current outbreak of COVID-19, and to prepare you for what is without a doubt coming next.” 

Clint Richardson | 1-435-612-0750 - Independent researcher. Documentary filmmaker. Radio show 
host. Book author and blogger. Former Hollywood sound designer turned full time activist. 

Download: Full Video in 720p (all work in this document and film is 100% free to reuse/distribute) 
StrawmanStorv.info (books available) | Reality Blog | Red Pill Sunday School | PayPal Donations 





















